Docket No.: 0399.1212-005 

f|e: Genome- Wide Location and Funct 
^ 'entors : John Wyrick, et al. 



a 
p 
iu 
ru 
ru 
© 

fl) 




Crosslink protein 10 DNA 
In ^ivc with formaldehyde 



Break open cslis snc 
shear DNA 



ImiTiup.cpfEsipiiais 



Rsvsrss-srossiinks. 
bii;n! DMA anc iigsts 
to unidirectionsJ /infers 

Uv'rrCR 



Hybridize ic array 



Docket No.: 0399.1212-005 
T^jk Genome-Wide Location and Function^ 
IiSHors: John Wyrick, et al 



i riplicste 
XDer imerrts 



Scannrnc 



Singfe-srray 
srror mods! 




Weighted 
average 

Final data 



Docket No.: 0399.1212-005 

Vie: Genome- Wide Location and Funct; 
entors: John Wyrick, et al. 1 



CO 

O 
O 




CD 

CD 




C\J T~ 



9 DUB PJO— I' 



CD 



5- O 



S2 -2' £ § 

CD ^ ?n ^ < 

co O co co 



55 o 



• ? 

o < 

O Q 



5 



Docket No.: 0399.1212-005 
Tit^^3enome-Wide Location and Function.. 
InvS^rs: John Wyrick, et al 




Docket No. : 0399. 1 2 1 2-005 



«le: Genome- Wide Location and Functi 
tntors: John Wyrick, et al s 





OyE intensity 
[Gsncm/c DNA (Trig)) 



Docket No.: 0399.1212-005 
Titji^ Genome- Wide Location and Function., 



In\"JPors: John Wyrick, et al. 



O 

ill 



fiU 

fi f 



ru 

ni 



IT, — 





122 W 



<::* >3/-; >s,'-< <^s 




Binding 





Kb me. 


Rstio 


p-vclue 1 


m 


GALS 


2.5 


£.5X10-02 ; 


m 

0 


GAL2 


". 




SAL? 


0.4 


2,0X*D+O0i 






1.3 


S.OXlD-01 | 




Gaud 


1.S 


s.axio-oi ! 




~'JR4 


C.3 


£.0X10-00: 




ccn 


O.E 


f. 2X10+00 ! 




,VTH1 


D.S 


1.2X10tOO : 




3 A LSD 




1.5X10*00 1 




PCL" D 


o.e 


1.3X1 O-oDO : 



rtatio p-vaJue 

S.5 i. 5X1 0-10 
S,2 3.SX1C-10 
S.4X1 C-"D 
1.5X10-03 
1.SX10-DS 
*.2X10-0c 
1.SX1D-D7 
£.4X10-07 
7.CX1&.07 

c.axiD-oe 



expression 

Ratio 



£.2 
7,8 
7.5 

<i.e 

c.c 
2.0 



2.7 


1,7X10-02 


110,4 


: .2x1 0-to 


1.4 


£.SX1O«01' 


j £_2 


s.ex-.o-ig 


£.7 


2.2X70.C2 


; 3 "° 


•4.SX10-7D 


0.5 


1.3X1 D+oo 




1.2X1 O-C" 


O.E 


i.sxio-foc 




1,2x10-0? 


0.9 


1.2X"Dk00 




1.2X10-07 




5.5X1 D'D2 




S.iX'i 0-07 


C.E 


X10+DD 




■..7X10-QS 


0-5 


" . 1 XlO»OCJ 




1. IX - . 0^05 


1.5 


!.fiXl0-01 


; s.5 


2. CXI C-DD 


C.5 


USX10-00 




2.1X1 0-0c 


Q.S 


"i.axio-rCo 




E.fiXI C-05 


P. 6 


1 . EX ; 0*00 


' c.C* 


£. -XI 0-06 


1.5 


.2.1X10*01 




£.2X1 0-05 



115.8 
4.5 

es.i 

21.5 
2.5 



1 ,5 
1 



D.5 
1.0 



1 .0 
• .0 



- pi — -*-ne*w_ s-l-ohasDnets urioyfyn.-ansfemBe 
QMeroWnBM, ffss R6P in Dajac:3S£ raalabe||8m 

Uracil csrmeas^ (sdjEceri to gali 1 
S£i=nDSr-lncucac CieiasrBauaiase ' 
SsprBsesr erf ner-za iraruDcn D ens»- 

Naoulve rsgulsioHor exor^sion ni pala S io*HndiHrB«5 53 n SE 

° yCl,n Tn5t fiCSndat8B Wl * ?hD5 =- '™>^ in o,y= =5sn ■ SSuim>lBl , Bn 



> S/1 



Unknown lunaiion fsdjacent lo GAL" ; 

Unknown |un=iion (Bhare ,ni erwnic re ?lc - with GAL3'. 

MultieopyappreMo, c f G S | H pnenotyoe * em - sroB/l D/U -.,!- 
RNA auouni; o; Leicrnsraae Ml " sil - 

PyriCDxins onDcphste oximss 

Unknown mnsiian (share imsrpanic repi=n wil/i ecv« 
Unknown runnion 

Unknown lunsion i2d;-s =8 r:: to GAL3J 

ftspuirM -or Bynlhnifi or ihe maiwcayiaiatf schlnRDfniss 
Rloascsms.! Drststn Li. Gene {stfia =er r. lo GAU3; 
Lr. Known funejiori, rsdiscB.IL lc PC! 10) 

Z,TlC ** n?t:r ? ralB,n ^v-'fred tor iranssripi(ona» £Dtrvuien a: C.4A1 



■GURZ 6 



c 



Gafi binding 
Jnierpanfc repjen.' 

Watson ORte 



V 4- T 




•*v ^ y \ =>r 



FIGURE 



Input 



GURE 




wt 



PCTL1C 



WT ga^. 
MTH1 



FIGURE 6 ^ 



Uracil 




Y Gs[2 

D-gaiBcrcss 

^ Gall 

y Gsf7 

4 p P rr '2 
f 

T 

Glycolysis 



Gfyaogsnssis 



Docket No.: 0399.1212-005 

K Genome- Wide Location and Functio; 
tors: John Wyrick, et al. 1 




FIGURE 6G 



Docket No. : 0399.12 1 2-005 

jMfe: Genome- Wide Location and Functii 

Hintors: John Wyrick, et al 



FIGURE 7 

Binding Expression Nsme 



JSmding 



before 



after 



raiio p-vatue ratio p-vaius Description 




• msfnbrans protsin 



fusion 



Cyciin ps rtiy in association wltn Phcccp 
Protein involved in mating indue! fen 
Transcription fseisr reamred far rnaiinc 
Protein require? for csfl fusion durinc rna 

fieauirsi tor oall division and norncrJob i 

r-roiem involved in graven reguisricn 

MAPK msDisrinn mating pnercmons signaling 

necsotor for vacuolar sorting cf sol^bie vacuolar proiaina 

riomoaerins O-acsryltrgnsfs-rsse 

Protein or unknown function 

Protein involves ir ; ins aging prcsass 

Prosa/n involves in morphogenesis of the rnaiinc 

Putalive sfreoror ci Ccc*2p, fmporisn: for e~uo * 

Proiein Oi un renown function 

Proiein involved in regulation of stare n metabolism 

Pre rain of umrnewn function 

Chirm synthase I, -unction- curing csJJ sssa/a'Jor, 
Sarine/WvsonJns protein Kinase that ts activates: by :am= 
Memorsne protein required to: homo ryp ;o i 
Prcis/n of unknown /unction 
Protein of unknown function 
Protein c; the spindi- ooia becy 
Maderarely simiiarco mammaJian neural £ 
Protein of unknown fune-iion 



Protein cf unknown i 
Protein o) unknown function 
s-Aggiutinin anchor sub unit 
Similar :c S. cersvisise giucan t ^ 
Synaolobravin (v-3WAFi=; bomo/oc 
Involved in spindle formation a no karvosamv 
involved in cai! cycis errsst for matin c; 
CDK ir/mbKo' tor PhoSDD-Phb55c corn pis* 
Similar to Phodoceeier cansi/larus echO prcrein 
protein w;;n similarity ro Aspergillus niduisns hvrr.A 
-rmr-r.- ■ for efficient mating 



3MH2 


2.1 


3.2E-03 




YGR1S30 


" ,7 


2.4E-Q2 


4.3 


YNRD53C 


1.9 


5.7E-C3' 


4.2 


MSOl 


1.9 


1.SS-C2 


4.3 


TYE7 


1.0 


1.0E+00 


3.3 


rwacsic 


1 .5 


1.4E-C2 


3.S 


YNFKKBW 


1.5 


3.2E-D3 


S.9 


YGLQ50W 


1.7 


2.0E-D5 


3.8 


Y1L035VV 


1.1 


5.55-01 


3.4 


YNR0S7O 


2.0 


1.3E-Q2 


2.4 


SDL" 


":.£ 


7.2= -02 


3.3 


YDR23JC 


1.2 


4.2H-D1 


3. i 


YDnlCGW 


1.1 


3.6S-0 1 


5,5 


YNL043C 


1.1 


5./E-D1 


3.0 


VOL 1 54W 


1.0 


7.3E-01 


2.0 


YH31 


1.0 


S.SE>01 


2.3 


PANS 


1 .3 


E.SE-02 


4.5 


CWP2 


i .a 


' .55-02 


2.5 


YKLDS7C 


1 .3 


",5 = -02 


2.5 



S.3E-04 
;.7E-r-4 
2.5E-C<1 
2.SE-D4 

4.7E-04 
4.3E-04 
5. 15-04 

J.1E-D3 
1. 25-03 
1.75-03 
1.95-03 
2.15-03 
2.*. 5-03 
2.7E-03 
3.5c~03 
3.SE-C3 
3.5E-03 



homolDE to 14-3.3 protein; adjacent*? Ty ejemeni YDROcJallaC 
weh waJi protsm; scfjscsnt :o 7Y ^smsnt ySRWasfe^, 
Umcnown function; abjacsnt ro Ty sismsnt YNRWslsmsi 
MuisiBopy suppressor o: seel: so'jaoent to Ty »|«m 
Baaio helix-loop-haiK iranscrjption factor 
Simi^rtD onicken nucleoiin; adjacBn: to Ty eiamsnt YNRWsicma^ 
rrote/n or unknov^n function; adjacent to Ty slsmsnt ' ' 
Proiein cf Unknown function; adiscsnt 'o »lem*n > " 
Sirr^rro MoHp and :c CRE5 proteins; zal^rt io" YlLDSTcT 
Protein ct unknown function 
Sarins oehybrsisae; adjacent to YILiesc: 

Protein of unknown funciion; acjacenl t= Ty eiemen: YDRWslgmsc 
rroiejn of unknown function; ad/acsn: 10 Ty cismen: YDRCdettafl 
rrc.rin o, unknown runatlon: ari.iaceni to Ty element YNLWsigmtf 
r-rOiBin witn ainfrfsamy to Zinc meiaUoprofc sinuses; adjacent tc YOUi 
riavonemoplobrn or unknown funsrlon; so'jacsn: :c PHOS1 
Comoonen: of Pabip-stfmulated coivfA} r*ibonuc)=a5a 
major conailiusm cf the coll wall ocntainlno GPi-ar,ohcr 
Proiein cf unknown funoricn; adjacen; to CWP5> 



Docket No.: 0399.1212-005 

Genome- Wide Location and Functio^j 
Intors: John Wyrick, et al. 




FIGURE 8 



Docket No.: 0399.1212-005 
^fctle: Genome- Wide Location and Funcjj 
^Kventors: John Wyrick, et al. \ 



FIGURE 9A 



FIGURE 9B 




Cy3 intensity (WCE) 



5 



FIGURE 9C 




2 3 4 5 

10 10 10 10 



Cy3 intensity (WCE) 



Docket No.: 0399.1212-005 

•,e: Genome-Wide Location and Functij 
bntors: John Wyrick, et al. 




Docket No.: 0399.1212-005 

•tie: Genome-Wide Location and Functk^.. 
ventors: John Wyrick, et al. 




/••to \ 

I 
\ 



/ 



Docket No.: 0399.1212-005 

: Genome-Wide Location and Function^ 

htors: JohnWyrick,efa/. 





Docket No . : 0399.121 2-005 
kTitle: Genome-Wide Location and Fnmtjon. 
'inventors: John Wyrick, et ah tjgr 



£) 

u „ s 
W 

m 
ru 
Co 



ru 

7— ~ 

r% 



Matinc 



Budding 



Prg -rgplication 
cornpjgg formation 

!Cdc6 f Cdc46 



BTe2.Steo 
Far1,Mfa1 
Mta2,Aga1 
Aga2 




(s 

/ ^!!^/Q" J ' '31 V ^ \ 



M 

V\ G2 




CIM.Cln2.Gic1 
Gic2,Msb2,Rsr1 
Bud9.Mnn1.Ochl 
Psal,Gin4,Gas1 
Exg1.G!s1,Kre5 
Crh1.Cwp1.Cis3 
;CwD2.Scw4,Rax2 



Mitosis control 



Clb2, Ace2 I 
Swi5,Cdc20 ! 
Sdo12 



DNA reoii cat ion. 
& repair 



Cib5,Clb6,Rnr1 
Rad27.Cdc21.Dun1 
Rad51.Cdc45.lrr1 
Pds5.Mcd1.Mcm2 _ 

Chromatin 



; ,Apc1 



,Tem1 



Htb1 ,Htb2 | 
Htal ,Hta2 i 
Hta3,Hho1i 



Hhfl.Hhtl i 
Tel2,Ctf18| 
Hos3.Arp7j 



FIGURE 13 



Docket No.: 0399.1212-005 
JMp: Genome- Wide Location and Functi 
^Pentors: John Wyrick, et al. 




